were either subjected to real-time PCR assays using primer pairs to specifically quantitate the relative amount of spliced transcripts (#3210/#3211) and normalized to
hours of incubation, and RNA was subjected to RT-PCR analysis. Endogenous SRSF3
RNA was used as a control for NMD. Transcripts which include the poison cassette exon 4 contain a premature stop codon and are degraded via NMD. Primer pairs #2648/#2649 were used to detect the minigene derived transcripts, #4003/#4004 for SRSF3 and #1224/#1225 to detect hGH. Exonic (c1-c3) and intronic (p1) cryptic splice donor sites as well as the skipped exon (ES) are depicted on the right hand side.
Supplemental Table S1 . Primers used for cloning, RT-PCR analyses and pulldown analyses.
Supplemental Table S2 . Proteins enriched by RNA affinity purification were quantified by mass spectrometry. Ratios of normalized protein intensities from purifications of mutated divided by wild type sequence samples are given as well as the number of unique peptides used for quantification of SR proteins. 
